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** * ** * *** * * * * * * ** ************
** ** *
* ** ** **
H1.0                         SSEA1
DAPI                        H1.0 + SSEA1
N   Benign   DCIS    I            II               III
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    H1F0 expression CpG methylation
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Skin cutaneous melanoma 
(385)
Kidney renal papillary cell carcinoma
(210)
Head and neck squamous cell carcinoma
(498)
Glioblastoma multiforme  (60)
Esophageal carcinoma  (125)
Colon and rectum adenocarcinoma
(357)
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Contr. NT  Contr. DOX H1.0 cDNA NT  H1.0 cDNA DOX
J                                                                                  K                                   
p < 0.05 p < 0.01 
Differentiated cellsUndifferentiated cells
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H1.0 cDNA
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NES = 2.09   
FDR q-value = 0.001
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FDR q-value = 8.7 E-4
 
 
   
   
   
   
   








Enrichment plot : CHR19P13
NES = -2.26   
ENRICHED GENE SIGNATURES
(Upregulated Genes) SIZE





RPS14_DN.V1_UP 178 1.90 0.000 0.002 1.90 0.000 0.000
PIGF_UP.V1_UP 171 1.87 0.000 0.001 1.87 0.000 0.000
KRAS.KIDNEY_UP.V1_UP 129 1.76 0.000 0.002 1.76 0.000 0.002
PRC2_EZH2_UP.V1_DN 177 1.66 0.000 0.004 1.63 0.000 0.007
KRAS.600_UP.V1_UP 254 1.65 0.000 0.004 1.65 0.000 0.006
EGFR_UP.V1_UP 177 1.63 0.000 0.005 1.60 0.000 0.006
KRAS.300_UP.V1_UP 132 1.62 0.000 0.006 1.65 0.000 0.006
PRC2_EDD_UP.V1_DN 170 1.62 0.000 0.005 1.63 0.000 0.007
SIRNA_EIF4GI_DN 85 1.61 0.000 0.005 1.61 0.000 0.006
MEL18_DN.V1_DN 137 1.59 0.000 0.006 1.62 0.003 0.006
KRAS.LUNG.BREAST_UP.V1_UP 134 1.58 0.000 0.007 1.56 0.000 0.008
RAF_UP.V1_UP 176 1.55 0.000 0.009 1.52 0.000 0.012
BCAT_GDS748_UP 48 1.54 0.008 0.010 1.59 0.010 0.007
KRAS.LUNG_UP.V1_UP 128 1.51 0.003 0.012 1.50 0.000 0.014
PTEN_DN.V2_UP 129 1.50 0.000 0.014 1.50 0.003 0.014
KRAS.600.LUNG.BREAST_UP.V1_UP 258 1.50 0.000 0.013 1.52 0.000 0.011
KRAS.BREAST_UP.V1_UP 130 1.50 0.003 0.013 1.48 0.000 0.015
BMI1_DN.V1_DN 132 1.42 0.003 0.026 1.40 0.011 0.028
KRAS.50_UP.V1_UP 45 1.40 0.048 0.028 1.39 0.043 0.030
TBK1.DF_UP 269 1.40 0.000 0.028 1.41 0.000 0.027
KRAS.DF.V1_UP 174 1.39 0.003 0.029 1.39 0.003 0.030
BMI1_DN_MEL18_DN.V1_DN 134 1.37 0.009 0.036 1.37 0.009 0.037
BCAT.100_UP.V1_UP 45 1.33 0.067 0.050 1.32 0.063 0.052
PRC2_SUZ12_UP.V1_DN 166 1.33 0.010 0.049 1.33 0.018 0.052
NOTCH_DN.V1_DN 171 1.23 0.059 0.107 1.24 0.020 0.095




































































































































































































































































H1.0 occupancy throughout the gene
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p <  2e-16
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        P-value = 0.021        P-value < 0.001
        P-value = 0.015
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Kidney cancer -TCGA KIRP
        P-value = 0.002
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